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RETAINED PROTEIN DOMAINS
reading frame unclear

Guanylylate cyclase

Carbon−nitrogen hydrolase

SUPPORTING READ COUNT

Split reads = 361
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 231
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 197
Discordant mates = 0
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reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 118
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Binding domain of DNA repair protein Ercc1 (rad10/Swi10)

Exocyst complex component Sec6

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Binding domain of DNA repair protein Ercc1 (rad10/Swi10)

Exocyst complex component Sec6

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0



chromosome 12

p13.32

chromosome 12

p13.31

NDUFA9
ENST00000266544.10

ACSM4
ENST00000399422.4

breakpoint1
chr12:4654922

breakpoint2
chr12:7323234

0

8360

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 1 2 3 4 5 6 7 8 9 10 11 12 13

1 2 38 9 10 11 12 13

3 kbp
introns not to scale

NDUFA9

ACSM
4

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

NDUFA9 ACSM4

RETAINED PROTEIN DOMAINS
reading frame unclear

NAD dependent epimerase/dehydratase family

AMP−binding enzyme C−terminal domain

AMP−binding enzyme

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SH2 domain

Variant SH3 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SH2 domain

Variant SH3 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 1



chromosome 1

p13.3

chromosome 1

p13.3

ELAPOR1
ENST00000529753.5

VAV3
ENST00000527011.5

breakpoint1
chr1:109173557

breakpoint2
chr1:107779492

0

22071

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 28 27 26 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2 3 4 5 6 282726252423222120191817161514131211109876543

3 kbp
introns not to scale

VAV3
ELAPOR1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

ELAPOR1 VAV3

RETAINED PROTEIN DOMAINS
reading frame unclear

Variant SH3 domain

SH2 domain

Variant SH3 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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reading frame unclear

Variant SH3 domain

SH2 domain

Variant SH3 domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

PH domain

RhoGEF domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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No protein domains retained in fusion.
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RETAINED PROTEIN DOMAINS
reading frame unclear

WWE domain

SAM domain (Sterile alpha motif)

DDHD domain

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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reading frame unclear

WWE domain

SAM domain (Sterile alpha motif)

DDHD domain

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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reading frame unclear

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

ADAM cysteine−rich

Disintegrin

Reprolysin (M12B) family zinc metalloprotease 

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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